ABSTRACT We report the complete genome sequence of an atypical porcine pestivirus (APPV) strain named GX01-2018 that was isolated in Guangxi Province, China, from a suckling piglet showing congenital tremor. The whole genome consisted of 11,565 bp and shared 83.4% to 98.2% nucleotide identities and 91.9% to 99.1% amino acid identities with other APPV strains from different countries.
(KR011347), was located in another branch (15) . The results suggested that APPV has a large amount of genetic variation in Guangxi Province, China. The genomic data of the GX01-2018 strain will provide a better understanding of the molecular epidemiology and genetic diversity of APPV.
Data availability. The complete genome sequence of the GX01-2018 strain is available in GenBank under the accession number MH715893.
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